Figure 



1A 



Ai7Undance 



13O0O0 - 



120000 



110000- 



10000O 



90000 - 



80000 



70000- 



60000- 



SOOOO - 



40000 



30000 



2000O - 



■ 



10000 



/z -> 



73 



55 



Scan 387 (14-044 Min} i 0201005. D 
1*7 



103 



~T 
50 



\ IjlijL.nlr 



129 



270 



100 



299 



150 



200 



250 



300 



3 " 369 
s — ,-»— , — s — 

350 



IB 



Abundance 

180000 
160000- 
140000 

120000 - 

■ 

100000 : 

■ 

80000 - 

■« 

60000 - 
40000 - 
20000 



55 



r 

50 



Scan 664' fl7«291 min) : 1401014. D 
1$5 



95 



73 



117133 



100 



270 



256 



i f I [203 2 t 3 299 
150 200 250 300 



32^5 



35 



T 



IC 



I 



Abundance" 
700000 
600000 - 
500000- 
400000 - 
300000 - 
200000 - 

* 

100000 - 



0-i 



73 



55 



r 

50 



Scan 953 (20.522 min) : 3501033. D * 



1$7 



103 



100 



129 159 



1 59 



298 



215 



150 



i r < 1 r 

200 250 



256 283 



3 " 365 

1 * ' ' ' ■ < 1 r-H r 



300 



350 



ID 

o-t/a s 

Abundance 



50000 - 



40000 



30000 - 



20000 - 



10000 - 



0 



55 



Scan 1019 (21.270 man) 
95 i$ 5 



3501033-D 



73 



103 



133 



29& 



J , 159 j 256 



60 80 100 120 140 160 180 200 220 240 



"J — i — t — r~r 

260 



283 
i 

280 



T I t *T 

300 3 



Xcrw^l: Mass. 



[c\\ 2 - toQ^ - ch-o- Si - CoO 



t 



9 ^ 1 



0 



Xn^Vj Mass dC^aW^W Ouaileg ftj Ictk^I ) 

0 A 

o « ^ 



4 



03 



CD 



O 

£ 
CD 



CD 
> 

• MM 




10 



15 



20 



3 live 3 



Elution time (min) 



Figure 



<4A 





MassS perdriM p6a.V 10 -£r«w* figure. 3B 




4£ 



90000 
8S000 
80000 
75000 
70000 
65000 
60000 
55000 
5000*0 
45000 
40000 
35000 
30000 
25000 
20000 
15000 
10000 
5000 



6!> 



0 — T 

a j z ~> so 



i 



95 



.03 




Mass specVow ^ 



159 



270 



2232431 



100 



150 



200 



250 



299 

\."\. 



335 3 6 7 

— 1-^-* 1 ■ — ^- * 



300 



350 



400 



450 



HC 



38000 
36000 
34000 - 
32000 - 
30QO0 
28000 
26000 
24000-1 
22000 
20000 
18000 -} 
16000 
14000 - 
12000- 
10000 
8000 • 
6000 - 
4000 
2000 



k 



Scan 806 (18.825 »in) : 1401017. D 
1*7 



73 



55 



103 



SO 100 



129 159 x ^ 

lip* U'.H<Tljf jm , ■ 



peak 12 |r<jw\ 



298 



228 " 6 274 



150 



200 



T 

250 



300 



" 7 365 
., 1. . t ,1 . 



350 




M/Z -> 50 



10 


20 


30 


40 


50 


60 


TATTGGCACC 


GGCGGCACCA 


TTCCAACAAT 


GGATCCCTAG 


AAAAAGATGA 


AGTCTTTGTC 


70 


80 


90 


100 


110 


120 


CCACCTAAGA 


AAGCTGCAGT 


CANATGGTAT 


GTCAAATACC 


TCAACAACCC 


TCTTGGACGC 


130 


140 


150 


160 


170 


180 


ATTCTGGTGT 


TAACAGTTCA 


GTTTATCCTC 


GGGTGGCCTT 


TGTATCTAGC 


CTTTAATGTA 


190 


200 


210 


220 


230 


240 


TCAGGTAGAC 


CTTATGATGG 


TTTCGCTTCA 


CATTTCTTCC 


CTCATGCACC 


TATCTTTAAG 


250 


260 


270 


280 


290 


300 


GACCGTGAAC 


GTCTCCAGAT 


ATACATCTCA 


GATGCTGGTA 


TTCTAGCTGT 


CTGTTATGGT 


310 


320 


330 


340 


350 


360 


CTTTACCGTT 


ACGCTGCTTC 


ACAAGGATTG 


ACTGCTATGA 


TCTGCGTCTA 


CGGAGTACCG 


370 


380 


390 


400 


410 


420 


CTTTTGATAG 


TGAACTTTTT 


CCTTGTCTTG 


GTCACTTTCT 


TGCAGCACAC 


TCATCCTTCA 


430 


440 


450 


460 


470 


480 


TTACCTCACT 


ATGATTCAAC 


CGAGTGGGAA 


TGGATTAGAG 


GAGCTTTGGT 


TACGGTAGAC 


490 


500 


510 


520 


530 


540 


AGAGACTATG 


GAATCTTGAA 


CAAGGTGTTT 


CACAACATAA 


CAGACACCCA 


CGTAGCACAC 



!*? 550 
— CAC 

jSigure 5 Nucleotide sequence of pLesq2 



10 


20 


TATAGGCACC 


GGAGGCACCA 


70 


80 


CCAAAGCAGA 


AATCCGCAAT 


130 


140 


ATCATGATGT 


TAACTGTCCA 


190 


200 


TCTGGCAGAC 


CCTACAATGG 


250 

w V 


260 
i_ \j \j 


GACCGTGAAC 


GCCTCCAGAT 


310 


320 


CTTTACCGTT 


ACGCTGTT6C 


370 


380 


CTTCTGATAG 


TTAACTTTTT 


430 


440 


TTGCCTCACT 


ATGATTCATC 


490 


500 


AGAGACTATG 


GAATCTTGAA 


550 




CACT 





30 


40 


TTCCAACACA 


GGATCCCTCG 


90 


100 


CAAGTGGTAC 


GGCGAATACC 


150 


160 


GTTCGTCCTC 


GGATGGCCCT 


210 


220 


TTTCGCTTCC 


CATTTCTTCC 


270 


280 


TTACATCTCT 


GATGCTGGTA 


330 


340 


ACAAGGACTA 


GCCTCAATGA 


390 


400 


CCTCGTCTTG 


ATCACTTACT 


450 


460 


AGAGTGGGAT 


TGGCTTAGAG 


510 


520 


CAAGGTGTTC 


CATAACATCA 



50 


60 


. AAAGAGATGA 


AGTATTTGTC 


110 


120 


TCAACAACCC 


TCCTGGTCGC 


170 


180 


TGTACTTAGC 


CTTCAACGTT 


230 


240 


CCAATGCTCC 


TATCTACAAC 


290 


300 


TTCTAGCCGT 


CTGTTATGGT 


350 


360 


TCTGTCTAAA 


CGGAGTTCCG 


410 


420 


TACAACACAC 


TCACCCTGCG 


470 


480 


GAGCTTTAGC 


TACTGTAGAC 


530 


540 


CAGACACCCA 


CGTCGCACAC 



HjFlgure 6 Nucleotide sequence of pLesq3 



AT 


GAA 


GCT 


TTA 


TAA 


GAA 


GTT 


AGT 


TTT 


GTC 


AAT 


TGG 


TAG 


TGA 


CAG 


TTG 


AAG 


CAA 


GTG 


NTG 


ATG 


CTG 


ATG 


TGG 


TGA 


TGT 


GTT 


ACA 


TTA 


CTT 


GTT 


GCT 


GCC 


TAC 


TTC 


TCC 


TGG 


ACC 


CAC 


GAN 


CCT 


TCC 


ATT 


TAA 


ACC 


AAG 


AGA 


AGC 


CAA 


GAG 


AGA 


GAG 


AGA 


GAG 


TTC 


TTC 


ATC 


GTT 


ATT 


AAC 


GTA 


AGT 


TTT 


ATC 


TAG 


TAC 


ATG 


CAA 


TAG 


ATT 


AAT 


GAC 


? CAG 


CTT 


CTT 


GAA 


TTC 


AAG 


Met 
ATG 


Gly 
GGT 


Ala 
GCT 


0 Pro 

1 ccc 


Ser 
TCT 


Ser 
TCC 


Lys 
AAG 


Lys 
AAA 


Ser 
TCA 


Glu 
GAA 


Thr 
ACT 


Glu 
GAA 


A Glu 
8 GAG 


Lys 
AAA 


Pro 
CCA 


Pro 
CCA 


Phe 
TTC 


Thr 
ACT 


Val 
GTT 


Lys 
AAA 


Asp 
GAT 


His 

3 CAT 


Cys 
TGT 


Phe 
TTC 


Lys 

AAG 


Arg 

CGC 


Ser 
TCT 


He 
ATC 


Pro 

CCT 


Arg 
CGT 


U Asp 
GAT 


He 
ATC 


Thr 
ACT 


Leu 

TTA 


Val 
GTT 


Ser 
TCT 


Cys 
TGC 


Phe 
TTC 


Tyr 
TAC 


I Ser 
TCT 


Leu 

CTT 


Leu 
CTT 


Pro 
CCT 


Gin 
CAG 


Pro 
CCT 


Leu 
CTC 


Ser 
TCT 


Thr 
ACT 


Trp 
TGG 


Val 

GTA 


Cys 
TGT 


Gin 
CAA 


Gly 
GGC 


Cys 
TGT 


Val 
GTC 


Leu 

TTA 


Thr 
ACC 


Glu 
GAA 


Cys 

TGT 


Gly 
GGT 


His 
CAC 


His 
CAT 


Ala 
GCA 


Phe 

TTC 


Ser 
AGT 


Asp 
GAC 


Val 
GTT 


Gly 
GGT 


Phe 
TTT 


lie 
ATC 


Phe 
TTC 


His 
CAT 


Ser 
TCC 


Phe 
TTC 


Leu 
CTT 


Lys 

AAA 
MA A 


Tyr 

TAP 
1 AC 


Ser 

AbT 


His 
CAT 


Arg 
CGT 


Arg 
CGT 


His 
CAC 


His 
CAT 


Ser 

TCC 


Asp 
GAT 


Glu 
GAA 


Val 
GTC 


Phe 
TTT 


Val 
GTC 


Pro 
CCA 


Pro 
CCG 


Lys 
AAG 


Lys 

AAA 


Lys 
AAA 


Tyr 
TAC 


Leu 
CTC 


Asn 
AAC 


Asn 
AAC 


Pro 
CCT 


Leu 

CTT 


Gly 
GGA 


Arg 
CGC 



CTC 


TGG 


TGA 


CAG 


AGA 


AAT 


TNT 


47 


CAG 


GAA 


CAA 


CAA 


GGA 


TGG 


TTG 


95 


ATT 


CAT 


CAA 


ATA 


CTA 


AAT 


ACT 


143 


TAT 


TTC 


CTC 


CGC 


CAC 


CCA 


TTT 


191 


CTC 


TCT 


CGT 


GCT 


ATT 


CAC 


CAG 


239 


AAT 


GTT 


CTG 


AGG 


ATC 


ATT 


GTC 


287 


TTT 


TGA 


CCA 


CTC 


ATA 


TCT 


AAA 


335 


TGT 


TCC 


TTC 


TTT 


TGA 


TAT 


TTT 


383 


Gly 
GGT 


Gly 
GGA 


Arg 
AGA 


He 
ATA 


Met 
ATG 


Val 
GTT 


Thr 
ACC 


10 
431 


Ala 

GCC 


Leu 
CTA 


Lys 
AAA 


Arg 
CGT 


Gly 
GGA 


Pro 
CCA 


Cys 
TGT 


26 
479 


Leu 
CTG 


Lys 
AAG 


Lys 

AAA 


Ala 
GCA 


He 
ATC 


Pro 
CCA 


Gin 
CAG 


42 

527 


Ser 
TCT 


Phe 
TTC 


Ser 
TCC 


Tyr 

TAC 


Leu 
CTT 


Leu 
CTC 


Thr 
ACA 


58 
575 


Tyr 
TAC 


Val 
GTT 


Ala 

GCC 


Thr 
ACA 


Asn 
AAT 


Tyr 

TAC 


Phe 
TTC 


74 
623 

V t— \J 


Tyr 
TAC 


Leu 
CTA 


Ala 
GCT 


Trp 
TGG 


Pro 
CCT 


Leu 
CTC 


Tyr 
TAT 


90 
671 


Gly 
GGT 


He 

ATC 


Trp 
TGG 


Val 
GTC 


He 

ATT 


Gly His 
GGC CAT 


106 

719 


Tyr 
TAT 


Gin 
CAA 


Trp 
TGG 


Val 
GTA 


Asp 
GAT 


Asp Thr 
GAC ACT 


122 
767 


Leu 
CTC 


Val 
GTC 


Pro 
CCT 


Tyr 
TAC 


Phe 

TTC 


Ser 
TCC 


Trp 
TGG 


138 
815 


Asn 
AAC 


Asn 
AAT 


Gly 
GGA 


Ser 
TCT 


Leu 
CTC 


Glu 
GAG 


Lys 
AAA 


154 
863 


Ala 
GCT 


Al a 
GCA 


Val 
GTC 


Lys 
AAA 


Trp 
TGG 


Tyr 
TAT 


Val 
GTT 


170 
911 


He 
ATT 


Leu 
CTG 


Val 

GTG 


Leu 

TTA 


Thr 
ACA 


Val 
GTT 


Gin 
CAG 


186 
959 



Phe lie Leu Gly Trp Pro Leu Tyr Leu Ala Phe Asn Val Ser Gly Arg 202 

TTT ATC CTC GGG TGG CCT TTG TAT CTA GCC TTT AAT GTA TCA GGT AGA 1007 

Pro Tyr Asp Gly Phe Ala Ser His Phe Phe Pro His Ala Pro lie Phe 218 

CCT TAT GAT GGT TTC GCT TCA CAT TTC TTC CCT CAT GCA CCT ATC TTT 1055 

Lys Asp Arg Glu Arg Leu Gin lie Tyr He Ser Asp Ala Gly He Leu 234 

AAA GAC CGA GAA CGC CTC CAG ATA TAC ATC TCA GAT GCT GGT ATT CTA 1103 

Ala Val Cys Tyr Gly Leu Tyr Arg Tyr Ala Ala Ser Gin Gly Leu Thr 250 

GCT GTC TGT TAT GGT CTT TAC CGT TAC GCT GCT TCA CAA GGA TTG ACT 1151 

Ala Met He Cys Val Tyr Gly Val Pro Leu Leu He Val Asn Phe Phe 266 

GCT ATG ATC TGC GTC TAT GGA GTA CCG CTT TTG ATA GTG AAC TTT TTC 1199 

Leu Val Leu Val Thr Phe Leu Gin His Thr His Pro Ser Leu Pro His 282 

CTT GTC TTG GTA ACT TTC TTG CAG CAC ACT CAT CCT TCG TTA CCT CAT 1247 

Tyr Asp Ser Thr Glu Trp Glu Trp lie Arg Gly Ala Leu Val Thr Val 298 

TAT GAT TCA ACC GAG TGG GAA TGG ATT AGA GGA GCT TTG GTT ACG GTA 1295 

Asp Arg Asp Tyr Gly He Leu Asn Lys Val Phe His Asn He Thr Asp 314 

GAC AGA GAC TAT GGA ATA TTG AAC AAG GTG TTC CAT AAC ATA ACA GAC 1343 

Thr His Val Ala His His Leu Phe Ala Thr He Pro His Tyr Asn Ala 330 

ACA CAT GTG GCT CAT CAT CTC TTT GCA ACT ATA CCG CAT TAT AAC GCA 1391 

Met Glu Ala Thr Glu Ala He Lys Pro lie Leu Gly Asp Tyr Tyr His 346 

ATG GAA GCT ACA GAG GCG ATA AAG CCA ATA CTT GGT GAT TAC TAC CAC 1439 

Phe Asp Gly Thr Pro Trp Tyr Val Ala Met Tyr Arg Glu Ala Lys Glu 362 

TTC GAT GGA ACA CCG TGG TAT GTG GCC ATG TAT AGG GAA GCA AAG GAG 1487 

Cys Leu Tyr Val Glu Pro Asp Thr Glu Arg Gly Lys Lys Gly Val Tyr 378 

TGT CTC TAT GTA GAA CCG GAT ACG GAA CGT GGG AAG AAA GGT GTC TAC 1535 

Tyr Tyr Asn Asn Lys Leu 384 

TAT TAC AAC AAT AAG TTA TGA GGC TGA TAG GGC GAG AGA AGT GCA ATT 1583 

ATC AAT CTT CAT TTC CAT GTT TTA GGT GTC TTG TTT AAG AAG CTA TGC 1631 

TTT GTT TCA ATA ATC TCA GAG TCC ATN TAG TTG TGT TCT GGT GCA TTT 1679 

TGC CTA GTT ATG TGG TGT CGG AAG TTA GTG TTC AAA CTG CTT CCT GCT ' 1727 

GTG CTG CCC AGT GAA GAA CAA GTT TAC GTG TTT AAA ATA CTC GGA ACG 1775 

AAT TGA CCA CAA NAT ATC CAA AAC CGG CTA TCC GAA TTC CAT ATC CGA 1823 

AAA CCG GAT ATC CAA ATT TCC AGA GTA CTT AG 1855 



LFFAH12 .AMI 
FAH12 . AMI 
ATFAD2 .AMI 
BNFAD2 . AMI 

'D2-1.AMI 
GMFAD2-2 .AMI 
ZMFAD2 .AMI 
RCFAD2 . AMI 

LFFAH12 .AMI 
FAH12 .AMI 
ATFAD2 ♦ AMI 
BNFAD2 .AMI 
GMFAD2 - 1 . AMI 
GMFAD2-2 .AMI 
ZMFAJD2 .AMI 
RCFAD2 . AMI 

LFFAl||2.AMI 
FAH123AMI 
ATFAIfSg . AMI 
BNFABp . AMI 
GMFAB2 - 1 . AMI 
GMFaJ1~2 .AMI 
ZMFAliS • AMI 
RCFATg .AMI 

LFFAift2 .AMI 
FAHl^AMI 
ATFA£*2 .AMI 
BNFAljS - AMI 
GMFAD2 - 1 . AMI 
GMFAD2-2 .AMI 
ZMFAD2 .AMI 
RCFAD2 .AMI 

LFFAH12 . AMI 
FAH12 . AMI 
ATFAD2 . AMI 
BNFAD2 .AMI 
GMF AD2 - 1 . AMI 
GMFAD2-2 - AMI 
ZMFAD2 . AMI 
RCFAD2 . AMI 

LFFAH12 . AMI 
FAH12 . AMI 
ATFAD2 . AMI 
BNFAD2 . AMI 
^'^AD2-X . AMI 
AD2-2 . AMI 
ZMFAD2 . AMI 



~ 10 
1 MGAGGRIM — 
1 MGGGGRMSTV 
1 MGAGGRMP — 
1 MGAGGRMQ — 
1 MGLA-KETTM 

1 MGAGGR 

1 MGAGGRMTEK 



— VTPSSKKS 
ITSNNSEKKG 
— VPTSSKKS 
— VSPPSKKS 
GGRGRVAKVE 
TDVPPANRKS 
EREKQEQLAR 



- " 30 
— ETEALKRG 
— GSSHLKRA 
— ETDTTKRV 
--ETDNIKRV 
VQGKKPLSRV 
— EVDPLKRV 
ATGGAAMQRS 



' ' 40 
PCEKPPFTVK 
PHTKP PFTLG 
PCEKPPFSVG 
PCETPPFTVG 
PNTKPPFTVG 
PFEKPQFSLS 
PVEKPPFTLG 



- " 50 
DLKKAIPQHC 
DLKRAIPPHC 
DLKKAIPPHG 
ELKKAIPPHC 
QLKKAIPPHC 
QIKKAIPPHC 
QIKKAIPPHC 



60 

51 FKRSIPRSFS 
51 FERSFVRSFS 
51 FKRSIPRSFS 
51 FKRSIPRSFS 
51 FQRSLLTSFS 
51 FQRSVLRSFS 
51 FERSVLKSFS 



70 

YLLTDITljvS 
YVAYDVCI S F 
YLISDIIISS 
HLIWDIIU A3 
YWYDLSI A ? 
YWYDLT 
YWHDLV 




80 

CFYYVATNYF 
LFYSIATNFF 
CFYYVATNYF 
CFYYVATTYF 
IFY-IATTYF 
CLYYVATHYF 
ALLYFALAII 



90 

SLLPQPLSTY 
PYISSPLS-Y 
SLLPQPLS-Y 
PLLPNPLS-Y 
HLLPQPFS-L 
KLLPGPLS -F 
PALPS PLR-Y 



100 

LAWPLYWVCQ 
VAWLVYWLFQ 
LAWPLYWACQ 
FAWPLYWACQ 
IAWPIYWVLQ 
RGMAIYWAVQ 
AAWPLYWIAQ 



51 

101 
101 
101 
101 
101 
101 
101 
101 

151 
151 
151 
151 
151 
151 
151 
151 

201 
201 
201 
201 
201 
201 
201 
201 

251 
251 
251 
251 
251 
251 
251 



110 

GCVLTGIWVI 
GCILTGLWVI 
GCVLTGIWVI 
GCVLTGVWVI 
GCLLTGVWVI 
GCILTGVWVI 

WVM 

160 

HHSK$3SLEK 
HHSNloSLER 
HHSNI3SLER 
HHSNIGSLER 
HHSNIGSLDR 
HHSNIGSLER 
HHSNIGSLER 
HHSNQGSLER 
210 

YLAFNVSGRP 
YLAFNVSGRP 
YLAFNVSGRP- 
YLAFNVSGRP 
YLAFNVSGRP 
YLALNVSGRP 
YLATNASGRP 
YLAFNVSGRP 
260 

yaasqgltam 
atmakglawv 

YAAAQGMASM 
YAAVQGVASM 
VATLKGLVWL 
LAMAKGLAWV 
LAAAFGVWWV 




120 

SkECGHHAFS 
G KECGHHAFS 
A3ECGHHAFS 
AJHECGKAAF S 
CGHHAFS 
ECGHHAFS 

-f AFS 

DCGHHAFS 
170 

DEVFVPPKKA 
DEVFVPKSXS 
DEVFVPKQKS 
DEVFVPR-RS 
DEVFVPKPKS 
DEVFVPKQKS 
DEVFVPKKKE 
DEVFVPKKKS 
220 

YDG-FASHFF 
YDR-FACHYD 
-YBG-FACHFF 
YDGGFACHFH 
YDS-FASHYH 
YDR-FACKYD 
YPR-FACHFD 
YDR-FACKYD 
270 

ICVYGVPLLI 
MRIYGVPLLI 
ICLYGVPLLI 
VCFLRVPLLI 
LCVYGVPLLI 
VCVYGVPLLV 
VRVYAVPLLI 



130 

DYQWVDDTVG 
EYQLADDIVG 
DYQWLDDTVG 
DYQWLDDTVG 
KYQWVDDWG 
DYQLLDDIVG 
DYSLLDDWG 
DYQLLDDWG 
180 

AVKWYVKYL- 
KISWYSKYS- 
A I KWYGKYL - 
QTSSGTAST- 
KVAWFSKYL- 
CIKWYSKYL- 
ALPWYTPYVY 
SIRWYSKYL- 
230 

phapiSkdre 
pygpifsere 
pnapiyotre 
pnapiysidre 
pyapiysnre 
pygpi ysdre 

PYGPI YtfDRE 
PYGP^yNDRE 
280 

VNFFLVLVTF 
VNCFLVMITY 
VNAFLVLITY 
VNGFLVLITY 

vngflvtity 
vngflvlitf 
v:;awlvlity 



140 

FIFHSFLLVP 
LIVHSALLVP 
LIFHSFLLVP 
LIFHSFLLVP 
LTLHSTLLVP 
L I LHS ALL VP 
LVLHSSLMVP 
LILHSCLLVP 
190 

NNPLGRILVL 
NNPPGRVLTL 
NNPLGRIMML 
STTFGRTVML 
NNPLGRAVSL 
NNPPGRVLTL 
NNPVGRWHI 
NNPPGRIMTI 
240 

RLQIYISDAG 
RLQIYIADLG 
RLQIYLSDAG 
RLQIYISDAG 
RLLIYVSDVA 
RLQIYISDAG 
RAQIFVSDAG 
RIEIFISDAG 
290 

LQHTHPSLPH 
LQHTHPAIPR 
LQHTHPSLPH 
LQHTHPSLPH 
LQHTHFALPH 
LQHTHPALPH 
LQHTHPSLPH 



150 

YFSWKYSHRR 
YFSWKYSHRR 
YFSWKYSHRR 
YFSWKYSHRR 
YFSWKISHRR 
YFSWKYSHRR 
YFSWKYSHRR 
YFSWKHSHRR 
200 

TVQFILGWPL 
AATLLLGWPL 
TVQFVLGWPL 
TVQFTLGWPL 
LVTLTIGWPM 
AVTLTLGWPL 
WQLTLGWPL 
AVTLSLGWPL 
250 

ILAVCYGLYR 
IFATTFVLYQ 
I LAVCFGLYR 
ILAVCYGLLP 
LFSVTYSLYR 
VLAWYGLFR 
WAVAFGLYK 
VLAVTFGLYQ 
300 

YDSTEWEWIR 
YGSSEWDWLR 
YDSSEWDWLR 
YDSSEWDWLR 
YDSSEWDWLR 
YTSSEWDWLR 
YDSSEWDWLR 



50 
50 
50 
50 
50 
50 
50 
50 

100 
100 
100 
100 
100 
100 
100 
100 

150 
150 
150 
150 
150 
150 
150 
150 

200 
200 
200 
200 
200 
200 
200 
200 

250 
250 
250 
250 
250 
250 
250 
250 

300 
300 
300 
300 
300 
300 
300 



1 



4 



RCFAD2 . AMI •-" 

LFFAH12 .AMI 
F&H12 .AMI 

.^D2.AMI 
BNFAD2 . AMI 
GMFAD2 - 1 . AMI 
GMFAD2-2 .AMI 
ZMFAD2 .AMI 
RCFAD2 .AMI 

LFFAH12 .AMI 
FAH12 .AMI 
ATFAD2 . AMI 
BNFAD2 . AMI 
GMFAD2-1.AMI 
GMFMS2-2.AMI 
ZMFAJ02 . AMI 
RCFAS2 - AMI 

LFFitffll2 .AMI 

ATFig2 .AMI 
BNFilS 2 . AMI 
GMF4b,2-l.AMI 
GMF482-2 .AMI 
ZMFAD2 . AMI 



251~ 

301 
301 
301 
301 
301 
301 
301 
301 

351 
351 
351 
351 
351 
351 
351 
351 

401 
401 
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